Non--small cell lung cancers (NSCLCs) are becoming increasingly diagnosed at early stage as the diagnostic modalities for detecting small lung lesions have improved in quality over time and the implementation of screening has increased across the world. Although this is good news for patients, we still face the challenge of understanding whether we can push the envelope further and detect and eradicate tumors before they are evident on diagnostic imaging studies. In breast cancer, recent research from Hosseini and colleagues ([@bib1]) and Harper and colleagues ([@bib2]) using murine models and analysis of human blood specimens indicates that circulating tumor cells can disseminate before development of a clinically detectable primary tumor. Presumably, these cells derive from microscopic tumors that are clinically silent because of dominant dormancy pathways and/or because of effective immune response. In this issue of the *Journal*, Kadara and colleagues (pp. [742--750](10.1164/rccm.201806-1178OC)) present a comprehensive deep sequencing analysis of tumor and nonmalignant airway epithelium specimens from 48 patients with cancer to examine the sequence of the sequence of spatial mutations in the lung ([@bib3]). This work sheds important light on molecular and genetic processes involved in lung carcinogenesis, especially during an early phase of its evolution.

More comprehensive genomic analyses have been conducted for a similar biological context, Barrett's esophagus, which is thought to be a premalignant precursor lesion for esophageal adenocarcinoma. These studies showed that nondysplastic metaplastic Barrett's lesions can harbor mutations commonly observed in esophageal adenocarcinomas; however, phylogenetic analyses of multiple lesions of Barrett's esophagus and esophageal adenocarcinomas revealed distinct genomic alterations patterns suggestive of parallel carcinogenic progression ([@bib4]).

In the hematopoietic system, comprehensive genomic analyses of blood samples collected from a population without hematopoietic malignancy have revealed clonal mutations in specific genes that are frequently observed at a relatively high prevalence in leukemia ([@bib5]). Although the vast majority of those cases do not progress to leukemia, the patients with clonal hematopoiesis of indeterminate potential, or CHIP, do develop overt malignancy at the rate of 0.5--1% per year, suggesting a biological state as a premalignant precursor. Longitudinal analyses of myelodysplastic syndromes suggest that overt clones can arise from nonclonal cell population even in the presence of CHIP ([@bib6]). It is important to note that CHIP is not a hyperplastic or dysplastic state, as their hematopoiesis is functionally normal. Therefore, the prevalence of CHIP, recognized as a result of advancement in genomic technologies, raises the question as to whether clonal expansion serving as a precursor to malignancy similarly occurs in solid tissues with normal gross appearance.

The study by Kadara and colleagues describes targeted genomic analyses of the somatic mutational landscape on cancer-panel genes and allelic imbalance of the normal airway epithelium in patients with early-stage NSCLC ([@bib3]). The study uniquely uses brushing samples from distant airway and nasal epithelia, in addition to multiple normal-appearing airways adjacent to NSCLCs. The analysis identified somatic mutations in adjacent normal-appearing airways in the majority of cases at a lower mutation burden of 1.5 mutations per megabase. The study design provides a sufficient sequence depth to allow for detection of mutations at a low variant allele frequency, predominantly reflecting a proportion, or clonality, of the mutant cells in a given specimen. The variant allele frequency was observed at a lower level in adjacent airways with decreasing order by distance from the tumor. The analyses on allelic imbalance provided more robust relationships between tumor genomes and cancer field genomes by identifying shared chromosomal events in decreasing order by distance from the tumor. These results are consistent with the notion of field cancerization and increased clonal mosaicism in the tumor area. Moreover, some of the mutations identified in adjacent normal-appearing airways were not shared by the matched tumor samples, suggesting clonal heterogeneity in the cancer field.

Perhaps the most significant finding in this study is the identification of somatic mutations of the cancer-panel genes in distant nonmalignant airways in eight of 47 patients. These mutations include recurrently mutated genes in NSCLCs, namely, *RB1*, *RET*, *TSHR*, and *AKT1*. Because these samples were taken from uninvolved normal airways, and because these mutations are callable with default thresholds even at a very high sequence depth, the data suggest that unrelated clonal airway epithelial regeneration, but not hyperplasia, occurs in the uninvolved airways. Whether these events are enriched in patients with lung cancers under a broader definition of field cancerization effect, or they are more frequent events than previously thought that can be observed in any population exposed to carcinogens, similar to CHIP, is an intriguing question.

The study by Kadara and colleagues provides additional insight into a classic cancer genetics theory. The study identified shared somatic alterations between adjacent airway and tumor with additional somatic event on the same genomic region, effectively enriching an oncogenic allele or losing both alleles of a tumor suppressor only in the tumor, supporting the original Knudson's two-hit hypothesis ([@bib3]). However, if these mutations are observed in normal-appearing airways without hyperplasia or dysplasia, presumably because of insufficiency by one hit for overt proliferative phenotype, why are these first events not observed at a similar frequency in the distant or uninvolved airways? This may be explained by field cancerization effects demonstrated by the phylogenetic analyses. The results from this study imply that carcinogenic insults occur in a relatively confined spatial unit in the airway and that multiple consecutive genetic alterations happen in a burst or in a long period of time if the carcinogen persists over time in that confined space.

Kadara and colleagues relied on control DNA from individual subjects' hematopoietic cells to develop a study design such that each patient served as his or her own control. This is an effective strategy, yet the study lacks control subjects without cancer. The analysis of smoking and nonsmoking subjects without cancer would add important insights into the specificity of the findings. Kras and BRAF are among driver mutations that have been detected in the lungs of individuals without cancer ([@bib7], [@bib8]), suggesting that a comprehensive survey of individuals without cancer will identify these and other alterations; the challenge will be to better understand the biology and clinical significance of these findings.

Overall, Kadara and colleagues conducted the first comprehensive genomic analysis on adjacent and distant airways from the patients with NSCLC, which adds important data to genomic repositories and provides strong evidence for field carcinogenesis at the genomic level and potential evidence for clonal epithelial regeneration. Further investigation of the genome-scale mutational landscape may provide a more complete view of cancer evolution of NSCLC. In addition, genomic analyses at a significant sequence depth or even single-cell genomic DNA analyses on airways from patients without cancer may provide new insights into how somatic alteration landscapes are built in the airways and which of these alterations could potentially impart advantage for clonal expansion and, most important, identify opportunities for treatment intervention.
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